A I Use NONE panel at first; use B reate New Fanel ——
Template Selection your custom panel after it Name: [FIPRPFOTOOL
Set the template of the project haS been Created
Type:  [MLPA -l
& Select an existing template or create one Method
A AFLP - Template Name: |MLPA
s Egﬂi"’x Panet [NONE -] W] " Automatically Create
A Mier llite_Dinucleo Size Standard: [GS600 =1 | g -
cu
AMLPA | aionie—3
A MSI Analysis Type: [MLPA, -
? Il A mal T :r . o oK I Cancsl >
" Use last template =i Se | pEeYDulcs J - —
Size Call =& Sanghes
& Local Southem ¢ Cubic Spine [~ Laige Size | [ W¥/2219 — = E:gﬂgg;:
4 Col0_2ngfsa

Load Defaut | 1 | Template | Dats Process  Addiionsl

adder [NONE

Quality Control Settings OFF  ?

Allele Evaluation
Peak Score

Reject < [1.00 Check |7.00

MLPA Quality Control

Select MLPA analysis
type and chose options

< Pass

r Eom
MLPA Normalization By:Method 1~ w1.51
" Internal Control Probe Normalization

" Population Normalization r A

Use Default Values

I Check DNA Quantification [3-fragments)

Pass <[22 =] % theHeightof D-92 2

Pass >[40 2| XtheHeightofD-32 7

# CoH)_Sngfsa \

pop-up menu.

V4

Turn off the quality control based on

MRC Holland commercial probes w1 Corcel |
S EEH e [H.SamEI 1@ B % |1~ ue [ 5]

LR Rl

= =
= T

MLPAPROTOCOL *

108 110

12

14

116 118 120 122 124

2,000

1,500

Edit Allele
Insert Allcle
Set As Control

Delete Allele

Rase | Allele Name | Contiol | Distan

Set Value to Column

AT

LU

‘,V'\J_ﬂ_&,};_ L -

] ] T e rpas et

Evaluate the raw and processed data for the
presence of additional peaks, signal slope, ey ey
electrophoresis baseline, size standard peak

() )

positions etc.

wm UL

WL L

the panel: click on the individual peak with the right o
mouse button and select “Insert allele” from the

Select “1” for
normalization controls

o4

P ey

mipaBl 0 0.00
mipaC 0 0.00 Set As Highlight
ctill 0 1.00 1.00
mipaF1
mipaK2 = s conor —_—
mipaD1
mipall Aol [cl3 [T |
ctiiz
— = Giree 1156 Cancel
Boundary: Leit: [0.5 Right [05
Matker
& GSB00
p
 New [HONAME
Comments:
Control Gene: |l -

Configure the report layout and

/ copy the results

a0 3aha i Tt
" W - ) 3 ), 0 oot Stlo Ontors
0 Nl Lt W At by Pt |
Mok T ote Fragrees) r "'l’-‘w-‘-r’vld |
l | @ e Table WP ! |
A ” LA \U LA g P, ;
737 T ol ¢ T ) T e et £ Ma Tt Sttty [~
it o I Shwwivse [ Shwm o
L) ]  Samghe Nowa 0 Fie Nama
" ) ) i 0 w !
Ot I Shom Ol Uncran Able
C Wosotd @ Vel | 17 ShowRoimciedLow Scum Al
I n ‘ l ‘ 7 Mo Etn Sample Namns
ki e e
' okl R w' ” A h ’ ‘.j‘.}‘.;."__)w J —— = :
- -

Supplementary Figure S2. Analysis of MLPA electropherograms in GeneMarker. A. Run analysis options; B. Manual creation of the MLPA panel ; C. Data evaluation and

creation of the intensity report.



